

Type 


Hits 


Search Text 


DBs 


1 


BRS 


3 


"200026358" 


USPAT; US-PGPUB; 
EPO; JPO; 
DERWENT; 


2 


BRS 


602 


toji 


USPAT; US-PGPUB; 
EPO; JPO; 
DERWENT; 


3 


BRS 


7 


IUSPAT; US-PGPUB; 
toji and yano IEPO; JPO; 

jDERWENT; 


4 


BRS 


2 


IUSPAT; US-PGPUB; 
JP05984 |EPO; JPO; 

JDERWENT; 


5 


BRS 


| j USPAT; US-PGPUB; 
2 i"200301 67524" |EPO; JPO; 

jDERWENT; 


6 


BRS 


IUSPAT; US-PGPUB; 
1 !"200151638" ! EPO; JPO; 

jDERWENT; 



RESULT 1 
S66677 

thioredoxin-disulf ide reductase (EC 1.8.1.9) [validated] - human 

N; Contains: thioredoxin reductase (NADPH) , placental form; thioredoxin reductase 
(NADPH) , T-cell form 
C; Species: Homo sapiens (man) 

C;Date: 28-Oct-1996 #sequence_revision 10-Oct-1997 #text_change 03-Jun-2002 

C;Accession: S66677; S74270; A43122; G01120 

R;Gasdaska, P.Y.; Gasdaska, J.R.; Cochran, S.; Powis, G. 

FEBS Lett. 373, 5-9, 1995 

A; Title: Cloning and sequencing of a human thioredoxin reductase. 
A; Reference number: S66677; MUID : 96013875 ; PMID : 7589432 
A; Accession: S66677 
A/Molecule type: mRNA 
A;Residues: 1-497 <GAS1> 

A; Cross-references : EMBL :X9124 7 ; NID :gl237037 ; PIDN : CAA62629 . 1 ; PID : gl2 3 70 3 8 ; 
GB:S79851; NID : gl 18453 6 ; PID:gll84537 
A/Accession: S74270 
A;Molecule type: protein 

A/Residues: 3 -11 ; 157-165 ; 435 -457 <GAS2> 
R;Gladyshev, V.N. ; Jeang, K.T.; Stadtman, T.C. 
Proc. Natl. Acad. Sci. U.S.A. 93, 6146-6151, 1996 

A;Title: Selenocysteine , identified as the penultimate C-terminal residue in 
human T-cell thioredoxin reductase, corresponds to TGA in the human placental 
gene . 

A/Reference number: A43122; MUID : 96234105 ; PMID : 8650234 

A/Accession: A43122 

A; Molecule type: protein 

A/Residues: 488-4 97 X ' , 499 <GLA> 

A; Note: the residue designated 'X' was determined to be selenocysteine; we have 
shown the residue as Cys 

C; Comment: In most tissues, such as placenta, the UGA codon is used as the 
terminator. In the T-cell at least the UGA codon is translated with 
selenocysteine, and termination occurs at a UAA codon two codons further along. 
C;Genetics : 

A ; Gene : GDB : TXNRD 1 ; TXNR 

A; Cross-references : GDB: 6 83567; OMIM: 601112 
A,*Map position: 12q23 - 12q24 . 1 
C; Complex: homodimer 
C; Function: 

A; Description: catalyzes the reduction of thioredoxin by NADPH 
A;Note: the T-cell form also has peroxidase activity 

C; Superf amily : dihydrolipoamide dehydrogenase; dihydrolipoamide dehydrogenase 
homology 

C; Keywords: alternative termination; FAD; f lavoprotein; homodimer; NADP; 
oxidoreductase ; redox -active disulfide ; selenocysteine 

F; 3 -499/Product : thioredoxin reductase (NADPH), T-cell form #status experimental 
<MAT1> 

F; 3 -4 97 /Product : thioredoxin reductase (NADPH), placental form #status 
experimental <MAT2> 

F; 14 -42 /Region : beta-alpha-beta FAD nucleotide-binding fold 
F; 16-479/Domain : dihydrolipoamide dehydrogenase homology <DLD> 
F;192-222/Region: beta-alpha-beta NADP nucleotide-binding fold 
F; 59- 64/Di sulfide bonds: redox-active #status predicted 
F;472/Active site: His #status predicted 

F; 4 98 /Modified site*, selenocysteine #status experimental 



Query Match 52.1%; Score 1429; DB 1; Length 499; 

Best Local Similarity 56.0%; Pred. No. 6.8e-97; 

Matches 2 74; Conservative 77; Mismatches 134; Indels 4; Gaps 2; 

Qy 3 6 DYDLLWGGGSGGLACAKEAAQLGRKVAVVDYVEPSPQGTRWGLGGTCVNVGCIPKKLMH 95 

I ' I -:l I I I I I I |||||| hi hhl hi I I I I I I I I I I I I I I I I I I I | || 
Db 12 DYDLIIIGGGSGGLAAAKEAAQYGKKVMVLDFVTPTPLGTRWGLGGTCVNVGCIPKKLMH 71 

Qy 96 QAALLGGLIQDAPNYGWEVAQPVPHDWRKMAEAVQNflVKSLNWGHRVQLQDRKVKYFNIK 155 

MINI Mh MM*. I = I Ml :| I II III: Ml I hi I I - ---- M I I 

Db 72 QAALLGQALQDSRNYGWKVEETVKHDWDRMIEAVQNHIGSLNWGYRVALREKKVVYENAY 131 

Qy 156 AS FVTIEHTVCG VAKGGKE ILLS ADHI 1 1 ATGGRPR YPTH IEGALE YGITSDD I FWLKES P 215 

h I : Ml : Ih hi, I I I I | | || hllhl I I 

Db 132 GQFIGPHRIKATNNKGKEKIYSAESFLIATGERPRY-LGIPGDKEYCISSDDLFSLPYCP 190 

Qy 216 GKTLWGASYVALECAGFLTGIGLDTTIMMRSIPLRGFDQQMSSMVIEHMASHGTRFLRG 275 

Mlllllllllllllllll I I II hhlll hi h: : ||| || :|:| 
Db 191 GKTLWGASYVALECAGFLAGIGLGVTVMVRSILLRGFDQDMANKIGEHMEEHGIKFIRQ 250 

Qy 2 76 CAPSRVRRL PDGQLQVTWEDSTTGKEDTGTFDTVLWAIGRVPDTRSLNLEKAGVDTS 332 

| :| :: hhl : : = = I -Ih INI II : II II = 

Db 251 FVP I KVEQ I EAGTPGRLRVVAQSTNSEE I IEGE YNTVMLAIGRDACTRKIGLETVGVKIN 310 

Qy 333 PDTQKILVDSREATSVPHIYAIGDWEGRPELTPTAIMAGRLLVQRLFGGSSDLMDYDNV 3 92 

I II I I hlhlllllh:| : I | I I II Mill llh Ih MMI 

Db 311 EKTGKIPVTDEEQTNVPYIYAIGDILEDKVELTPVAIQAGRLLAQRLYAGSTVKCDYENV 37 0 

Qy 3 93 PTTVFTPLEYGCVGLSEEEAVARHGQEHVEVYHAHYKPLEFTVAGRDASQCYVKMVCLRE 452 

IIMMIMM llllhll : I = I : : I I I I : : = Mhh II -II MM : 
Db 371 PTTVFTPLEYGACGLSEEKAVEKFGEENIEVYHSYFWPLEWTIPSRDNNKCYAKIICNTK 430 

Qy 453 PPQLVLGLHFLGPNAGEVTQGFALGIKCGASYAQVMRTVGIHPTCSEEWKLRISKRSGL 512 

* hi I I f i I I I I I I f J I I MM : h IMMI hi I -MM 

Db 431 DNERWGFHVLGPNAGEVTQGFAAALKCGLTKKQLDSTIGIHPVCAEVFTTLSVTKRSGA 490 

Qy 513 DPTVTGCXG 521 

II I 

Db 4 91 SILQAGCCG 4 99 



RESULT 1 

US-10-032-201B-297 

Sequence 297, Application US/10032201B 
Publication No. US20030167524A1 
GENERAL INFORMATION: 
APPLICANT: Van Rooijen, Gijs 
APPLICANT: Deckers, Harm 
APPLICANT: Heifetz, Peter Bernard 
APPLICANT: Briggs, Steven 
APPLICANT: Dalmia, Bipin Kumar 
APPLICANT: Del Val, Greg 
APPLICANT: Zaplachinski , Steve 
APPLICANT: Moloney, Maurice 

TITLE OF INVENTION: METHODS FOR THE PRODUCTION OF MULTIMERIC PROTEINS, AND 
RELATED 

TITLE OF INVENTION: COMPOSITIONS 
FILE REFERENCE: 38814 351B 

CURRENT APPLICATION NUMBER: US/1 0/ 032 , 2 0 IB 
CURRENT FILING DATE: 2001-12-19 
NUMBER OF SEQ ID NOS : 313 

SOFTWARE: FastSEQ for Windows Version 4.0 
SEQ ID NO 2 97 
LENGTH: 4 94 
TYPE: PRT 

ORGANISM: Homo sapien 
US-10-032-201B-297 

Query Match 93.7%; Score 488; DB 12; Length 494; 

Best Local Similarity 100.0%; Pred. No. 0; 

Matches 488; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 32 AGQRDYDLLWGGGSGGLACAKEAAQLGRKVAVVDYVEPSPQGTRWGLGGTCVNVGCIPK 91 

MM MM MMIM Ml MM MM M II MM II MM Ml Ml M MM MM MM 

Db 5 AGQRDYDLLWGGGSGGLACAKEAAQLGRKVAVVDYVEPSPQGTRWGLGGTCVNVGCIPK 64 

Qy 92 KLMHQAALLGGLIQDAPNYGWEVAQPVPHDWRKMAEAVQNHVKSLNWGHRVQLQDRKVKY 151 

I I I I I I I I M II I I II I I M I I I I I I M I I I I I I I I I I II I II M I II I I I I M I I I I I I 
Db 65 KLMHQAALLGGLIQDAPNYGWEVAQPVPHDWRKMAEAVQNHVKSLNWGHRVQLQDRKVKY 124 

Qy 152 FNI KAS FVDEHTVCGVAKGGKE I LLSADHI I I ATGGRPRYPTH I EGALE YG I TSDD I FWL 211 

1 M I M 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M II 1 1 1 1 1 1 1 1 1 1 1 I 1 11 1 r M I 

Db 125 FNIKASFVDEHTVCGVAKGGKEILLSADHIIIATGGRPRYPTHIEGALEYGITSDDIFWL 184 

Qy 212 KESPGKTLWGASYVALECAGFLTGIGLDTTIMMRSIPLRGFDQQMSSMVIEHMASHGTR 271 

III II III MMIM MM III III MM Ml II Mill MM MM III III II 

Db 185 KESPGKTLWGASYVALECAGFLTGIGLDTTIMMRSIPLRGFDQQMSSMVIEHMASHGTR 244 

Qy 2 72 FLRGCAPSRVRRLPDGQLQVTWEDSTTGKEDTGTFDTVLWAIGRVPDTRSLNLEKAGVDT 331 

MM MM MM MUM MM MM III Mill III II Mill MM MM III Mill 

Db 245 FLRGCAPSRVRRLPDGQLQVTWEDSTTGKEDTGTFDTVLWAIGRVPDTRSLNLEKAGVDT 3 04 

Qy 332 SPDTQKILVDSREATSVPHIYAIGDWEGRPELTPTAIMAGRLLVQRLFGGSSDLMDYDN 391 

II II II I M II II II I II II I II II II I II II M M I II I II I M II I II 1 1 M II M II 

Db 3 05 SPDTQKILVDSREATSVPHIYAIGDWEGRPELTPTAIMAGRLLVQRLFGGSSDLMDYDN 3 64 



Qy 



3 92 VPTTVFTPLEYGCVGLSEEEAVARHGQEHVEVYHAHYKPLEFTVAGRDASQCYVKMVCLR 451 



1 . 1 1 1 1 1 1 1 ! 1 1 1 ' 1 1 , I j , M 1 1 1 1 1 , 1 J 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 : 1 1 1 1 1 1 ! 1 1 1 

Db 3 65 VPTTVFTPLEYGCVGLSEEEAVARHGQEHVEVYHAHYKPLEFTVAGRDASQCYVKMVCLR 424 

Qy 452 EPPQLVLGLHFLGPNAGEVTQGFALGIKCGASYAQVMRTVGIHPTCSEEWKLRISKRSG 511 

Db 425 EPPQLVLGLHFLGPNAGEVTQGFALGIKCGASYAQVMRTVGIHPTCSEEWKIjRISKRSG 484 

Qy 512 LDPTVTGC 519 

Mill 

Db 4 85 LDPTVTGC 4 92 



RESULT 3 
ABP60944 

ID ABP60944 standard; Protein; 521 AA. 
XX 

AC ABP60944; 
XX 

DT 06-SEP-2002 (first entry) 
XX 

DE Homo sapiens thioredoxin reductase SEQ ID NO:293. 
XX 

KW Multimeric protein; redox protein; thioredoxin; thioredoxin reductase; 

KW oil body; ophthalmological ; antidiabetic; cytostatic; antipsoriatic ; 

KW vasotropic; vulnerary; antibacterial; immunosuppressive; antiulcer; 

KW food product; milk; wheat; oxidative stress; cataract; diabetes; 

KW chronic obstructive pulmonary disease; e nve noma t ion; psoriasis; sepsis; 

KW bronchopulmonary disease; malignancy; reperfusion injury; wound healing; 

KW gastro intestinal bleeding; intestinal bowel disease; ulcer; 

KW gastro oesophageal reflux disease. 

XX 

OS Homo sapiens . 
XX 

PN WO200250289-A1 . 
XX 

PD 27-JUN-2002. 
XX 

PF 19-DEC-2001; 2 00 1WO-US5024 0 . 
XX 

PR 19-DEC-2000; 2 0O0US - 0742 90 0 . 

PR 05-JUL-2001; 2001US-302885P . 

PR 04-DEC-2001; 2 00 1US - 000603 8 . 
XX 

PA (SEMB-) SEMBIOSYS GENETICS INC. 

PA (SYGN ) SYNGENTA PARTICIPATIONS AG. 

XX 

PI Van Rooijen G, Deckers H, Heifetz PB, Briggs SP, Dalmia BK; 

PI Del Val G, Zaplachinski S, Moloney M; 

XX 

DR WPI; 2002-508806/54. 
XX 

PT Producing oil body associated with recombinant multimeric protein 

PT complex e.g. redox proteins and immunoglobulins comprises producing 

PT recombinant polypeptides capable of forming the complex in cells 

PT comprising oil bodies - 
XX 

PS Claim 82; Page 337-338; 362pp; English. 
XX 

CC The present invention describes a method (Ml) for producing an oil body 

CC associated with a recombinant multimeric protein complex (MPC) . Ml 

CC comprises producing in a cell comprising oil bodies a first and second 

CC recombinant polypeptide (PI, P2), where PI is capable of associating 

CC with P2 to form the MPC and associating the complex with an occlusion 

CC body (OB) through an OB-targeting-protein capable of associating with OB 

CC and PI. Ml is useful for producing an oil body associated with a 

CC recombinant MPC. The oil bodies are further formulated for use in the 

CC preparation of a food product such as milk or wheat based food product, 

CC personal care product which reduces the oxidative stress on the surface 

CC area of the human body or used to lighten the skin, or a pharmaceutical 



CC composition used to treat chronic obstructive pulmonary disease (COPD) , 

CC cataracts, diabetes, envenomation , bronchopulmonary disease, psoriasis, 

CC malignancies, reperfusion injury, wound healing, sepsis, gastro 

CC intestinal (GI) bleeding, intestinal bowel disease (IBD) , ulcers, GERD 

CC (gastro oesophageal reflux disease) . ABN89569 to ABN89593 and ABP60677 

CC to ABP60964 represent sequence given in the exemplification of the 

CC present invention. 

XX 

SQ Sequence 521 AA; 

Query Match 99.7%; Score 2736; DB 23; Length 521; 

Best Local Similarity 99.8%; Pred. No. 2.8e-253; 

Matches 520; Conservative 0; Mismatches 1; Indels 0; Gaps 0; 
Qy 1 MAVALRGLGGRFRWRTQAVAGGVRGAARGAAAGQRDYDLLWGGGSGGLACAKEAAQLGR 60 

! I . I I I i I ! I I > I I I I I I I I I : I I ' I 1 I I I I I I ) I I I I : I I [ I I I I I I I I 

Db 1 MAVALRGLGGRFRWRTQAVAGGVRGAARGAAAGQRDYDLLWGGGSGGLACAKEAAQLGR 60 

Qy 61 KVAvVDYVEPSPQGTRWGLGGTCVNVGCIPKKLMHQAALLGGLIQDAPNYGWEVAQPVPH 12 0 

I I 1 1 1 : ' I I 1 1 1 1 1 1 i ! I ! 1 1 ! 1 1 1 1 1 1 1 1 I I I 1 1 1 ] ; I 1 1 1 1 1 : > 1 1 1 

Db 61 KVAWDYVEPSPQGTRWGLGGTCVNVGCIPKKLMHQAALLGGLIQDAPNYGWEVAQPVPH 12 0 

Qy 121 DWRKMAEAVQNHVKSLNWGHRVQLQDRKVKYFNIKASFVDEHTVCGVAKGGKEILLSADH 180 

I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I 11 I I I I I I I I I I I I I I I I I I I I I I I I 
Db 121 DWRKMAEAVQNHVKS LNWGHRVQLQDRKVKYFN I KAS F VDEHTVCGVAKGGKE I LLS ADH 18 0 

Qy 181 IIIATGGRPRYPTHIEGALEYGITSDDIFWLKESPGKTLWGASYVALECAGFLTGIGLD 240 

IIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIMIIIIIII 

Db 181 IIIATGGRPRYPTHIEGALEYGITSDDIFWLKESPGKTLWGASYVALECAGFLTGIGLD 240 

Qy 241 TTIMMRSIPLRGFDQQMSSMVIEHMASHGTRFLRGCAPSRVRRLPDGQLQVTWEDSTTGK 300 

IIIMIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIMIIIIIMIIIIII 

Db 241 TTIMMRSIPLRGFDQQMSSMVIEHMASHGTRFLRGCAPSRVRRLPDGQLQVTWEDSTTGK 300 

Qy 3 01 EDTGTFDTVLWAIGRVPDTRSLNLEKAGVDTSPDTQKILVDSREATSVPHIYAIGDWEG 360 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIII 
Db 301 EDTGTFDTVLWAIGRVPDTRSLNLEKAGVDTSPDTQKILVDSREATSVPHIYAIGDWEG 360 

Qy 3 61 RPELTPTAIMAGRLLVQRLFGGSSDLMDYDNVPTTVFTPLEYGCVGLSEEEAVARHGQEH 42 0 

III 1 1 . ! ! I I 1 1 1 1 ; 1 1 I ' 1 1 1 . 1 ; I I 1 . 1 1 1 1 1 1 1 1 !' 1 1 

Db 3 61 RPELTPIAIMAGRLLVQRLFGGSSDLMDYDNVPTTVFTPLEYGCVGLSEEEAVARHGQEH 42 0 

Qy 421 VEVYHAHYKPLEFTVAGRDASQCYVKMVCLREPPQLVLGLHFLGPNAGEVTQGFALGIKC 4 80 

IIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIMM 

Db 421 VEVYHAHYKPLEFTVAGRDASQCYVKMVCLREPPQLVLGLHFLGPNAGEVTQGFALGIKC 4 80 

Qy 481 GASYAQVMRTVGIHPTCSEEWKLRISKRSGLDPTVTGCXG 521 

IIIIIMIIIIIIIIIMIIIIIIIIIIIIMIIIIIIIII 

Db 4 81 GASYAQVMRTVGIHPTCSEEWKLRISKRSGLDPTVTGCXG 521 



RESULT 6 
AAE05190 

ID AAE05190 standard; Protein; 522 AA. 
XX 

AC AAE05190; 
XX 

DT 12-SEP-2001 (first entry) 
XX 

DE Human drug metabolising enzyme (DME-21) protein. 
XX 

KW Human; drug metabolising enzyme; DME-21; immunosuppressive; gene therapy; 

KW cytostatic; autoimmune disorder; inflammatory disorder; atherosclerosis; 

KW osteoporosis; eye disorder; hepatic tumour; Addison's disease; cretinism; 

KW rheumatoid arthritis; acquired immune deficiency syndrome; AIDS; anaemia; 

KW developmental disorder; endocrine disorder; iritis; acromegaly; epilepsy; 

KW thyrotoxicosis; pancreatic disorder; diabetes mellitus; obesity; adenoma; 

KW gastrointestinal disorder; nodular hyperplasia; conjunctivitis; glaucoma; 

KW actinic keratosis; metabolic disorder; dysphagia; anorexia; carcinoma; 

KW cell proliferative disorder. 
XX 

OS Homo sapiens . 
XX 

PN WO200151638-A2 . 
XX 

PD 19-JUL-2001 . 
XX 

PF 12-JAN-2001; 2001WO-US01174 . 
XX 

PR 14-JAN-2000; 2 0 OOUS - 0176 13 9 . 

PR 21-JAN-2000; 2000US-0177443 . 

PR 28-JAN-2000; 2 000US - 0 17 8574 . 
XX 

PA (INCY-) INCYTE GENOMICS INC. 
XX 

PI Yang J, Baughn MR, Burford N, Au-Young J, Lu DAM, Reddy R; 

PI Ring HZ, Hillman JL, Yue H, Azimzai Y, Yao MG, Gandhi AR; 

PI Nguyen DB, Tang YT, Lai P, Bandman 0; 
XX 

DR WPI; 2001-425874/45. 

DR N-PSDB; AAD09956. 
XX 

PT Drug metabolizing enzymes and encoding polynucleotides, useful for 

PT diagnosing, treating and/or preventing autoimmune, inflammatory, cell 

PT proliferative, developmental, endocrine, eye, metabolic, and 

PT gastrointestinal disorders - 
XX 

PS Claim 1; Page 155-156; 133pp; English. 
XX 

CC The present sequence is human drug metabolising enzyme (DME-21) protein. 

CC Human DME and its nucleic acid molecule are useful for the diagnosis, 

CC treatment and prevention of disorders associated with increased or 

CC decreased expression of DME. Examples of such disorders include, 

CC autoimmune/inflammatory disorder such as acquired immune deficiency 

CC syndrome (AIDS), rheumatoid arthritis, osteoporosis; cell proliferative 

CC disorder such as actinic keratosis, atherosclerosis; developmental 

CC disorder such as epilepsy, anaemia; endocrine disorder such as 

CC acromegaly, cretinism, thyrotoxicosis; pancreatic disorder such as 



CC diabetes mellitus; eye disorder such as conjunctivitis, glaucoma, iritis; 

CC metabolic disorder such as Addison's disease, obesity; gastrointestinal 

CC disorder such as anorexia, dysphagia and hepatic tumours including 

CC nodular hyperplasia, adenomas and carcinomas. DME DNA is useful for 

CC creating "knockin' humanised animals (pigs) or transgenic animals (mice 

CC or rats) to model human disease. DME DNA is also in useful is gene 

CC therapy. DME and its immunogenic fragments are useful for screening 

CC libraries of compounds in several drug screening assays. 

XX 

SQ Sequence 522 AA; 

Query Match 99.5%; Score 2729; DB 22; Length 522; 

Best Local Similarity 99.6%; Pred. No. 1.3e-252; 

Matches 517; Conservative 1; Mismatches 1; Indels 0; Gaps 0; 
Qy 1 MAVALRGLGGRFRWRTQAVAGGVRGAARGAAAGQRDYDLLWGGGSGGLACAKEAAQLGR 60 

IIIIIMIIMIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIMIIIIIII 

Db 4 MAVALRGLGGRFRWRTQAVAGGVRGAARGAAAGQRDYDLLWGGGSGGLACAKEAAQLGR 63 

Qy 61 KVA WD YVE P S PQGTRWGLGGTC VNVGC I PKKLMHQAALLGGL I QD APN YG WE VAQP VPH 120 

Ihlllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
Db 64 KVSVVD YVE PS PQGTRWGLGGTC VNVGC I PKKLMHQAALLGGLI QDAPNYGWE VAQP VPH 12 3 

Qy 121 DWRKMAEAVQNHVKSLNWGHRVQLQDRKVKYFNIKASFVDEHTVCGVAKGGKEILLSADH 180 

IIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIMI 
Db 124 DWRKMAEAVQNHVKSLNWGHRVQLQDRKVKYFNIKASFVDEHTVCGVAKGGKEILLSADH 183 

Qy 181 IIIATGGRPRYPTHIEGALEYGITSDDIFWLKESPGKTLWGASYVALECAGFLTGIGLD 240 

MIIIIIIMIMIIIIMMIIIIIMIIIIIIIIIIIMIIIIIIMIIIIIIIIMI 

Db 184 1 1 1 ATGGRPRYPTH I EGALE YG I TSDD I FWLKES PGKTL WGAS YVALECAGFLTGIGLD 243 

Qy 241 TTIMMRSIPLRGFDQQMSSMVIEHMASHGTRFLRGCAPSRVRRLPDGQLQVTWEDSTTGK 300 

Mil MNININI INN III INNNII MINNIM I I II 

Db 244 TTIMMRSIPLRGFDQQMSSMVIEHMASHGTRFLRGCAPSRVRRLPDGQLQVTWEDRTTGK 3 03 

Qy 3 01 EDTGTFDTVLWAIGRVPDTRSLNLEKAGVDTSPDTQKILVDSREATSVPHIYAIGDWEG 360 

IIIMMIIIMIMIIIIIIMMIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIM 

Db 3 04 EDTGTFDTVLWAIGRVPDTRSLNLEKAGVDTSPDTQKILVDSREATSVPHIYAIGDWEG 3 63 

Qy 3 61 RPELTPTAIMAGRLLVQRLFGGSSDLMDYDNVPTTVFTPLEYGCVGLSEEEAVARHGQEH 42 0 

IIMMIIIMIIIMIIIIMIIIIIIIIIIMIMIIIIIIIMIIIIIIIIMIIII 

Db 3 64 RPELTPTAIMAGRLLVQRLFGGSSDLMDYDNVPTTVFTPLEYGCVGLSEEEAVARHGQEH 42 3 

Qy 421 VEVYHAHYKPLEFTVAGRDASQCYVKMVCLREPPQLVLGLHFLGPNAGEVTQGFALGIKC 48 0 

IIIIIIIIMIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMII 

Db 424 VEVYHAHYKPLEFTVAGRDASQCYVKMVCLREPPQLVLGLHFLGPNAGEVTQGFALGIKC 4 83 

Qy 481 GAS YAQVMRTVG I HPTC S EE WKLR I S KRSGLD PTVTGC 519 

' ' I I I I ' I I I I I I I i I I I I I I I I I 

Db 4 84 GASYAQVMRTVGIHPTCSEEWKLRISKRSGLDPTVTGC 522 
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OM protein - protein search, using sw model 

Run on: November 5, 2003, 22:46:50 ; Search time 46 Seconds 

(without alignments ) 
1797.751 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



US-09-830-706B-2 
2744 

1 MAVALRGLGGRFRWRTQAVA. 



. VKLRISKRSGLDPTVTGCXG 521 



BLOSUM62 
Gapop 10.0 



Gapext 0 . 5 



Searched : 



1107863 seqs, 158726573 residues 



Total number of hits satisfying chosen parameters : 



1107863 



Minimum DB seq length: 
Maximum DB seq length: 



2000000000 



Post -processing : Minimum Match 0% 

Maximum Match 100% 
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/SIDSl/gcgdata/geneseq/geneseqp-embl/AA1980 . 

/SIDSl/gcgdata/ geneseq/geneseqp-embl/AA1981 . 

/SIDSl/gcgdata/geneseq/geneseqp-embl/AA1982 . 

/SIDSl/gcgdata/geneseq/geneseqp-embl/AA1983 . 

/SIDSl/gcgdata/geneseq/geneseqp-embl/AA1984 . 

/SIDSl/gcgdata/geneseq/geneseqp-embl/AA1985 . 

/SIDSl/gcgdata/geneseq/geneseqp-embl/AA1986 . 

/SIDSl/gcgdata/geneseq/geneseqp-embl/AA1987 . 

/SIDSl/gcgdata/geneseq/geneseqp-embl/AA1988 . 
/SIDSl/gcgdata/geneseq/geneseqp-embl/AA198 9 
/SIDSl/gcgdata/geneseq/geneseqp-embl/AA1990 
/SIDSl/gcgdata/geneseq/geneseqp-embl/AA1991 
/SIDSl/gcgdata/geneseq/geneseqp-embl/AA1992 
/SIDSl/gcgdata/geneseq/geneseqp-embl/AA1993 
/ SIDSl/gcgdata/ geneseq/ geneseqp-embl/AA1994 
/SIDSl/gcgdata/geneseq/geneseqp-embl/AA1995 
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Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 



and is derived by analysis of the total score distribution. 
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RESULT 1 
AAB03787 

ID AAB03787 standard; Protein; 521 AA. 
XX 

AC AAB03787; 
XX 

DT 13-OCT-2000 (first entry) 
XX 

DE Human SECIS encoded protein sequence. 
XX 

KW Selenocysteine insertion sequence; SECIS; thioredoxin reductase; 

KW drug development; selenoprotein expression. 

XX 

OS Homo sapiens . 
XX 

FH Key Location/Qualifiers 
FT Modif ied-site 520 

FT /label= Selenocysteine 

FT /note= "encoded by TGA" 

XX 

PN WO200026358-A1. 
XX 

PD ll-MAY-2000. 
XX 

PF 28-OCT-1999; 99WO-JP05984 . 
XX 

PR 30-OCT-1998; 98 JP- 03 10422 . 
PR 16-NOV-1998; 98 JP- 0325344 . 
XX 

PA (MEDI-) MEDICAL & BIOLOGICAL LAB CO LTD. 
XX 

PI Toji S, Yano M, Tamai K; 
XX 

DR WPI; 2000-376129/32. 
DR N-PSDB; AAA59835. 
XX 

PT Novel selenocysteine insertion sequence which enforces reading of TGA 
PT as selenocysteine in a translated region upstream of it, for expression 
PT of selenoproteins - 
XX 

PS Disclosure; Page 38-42; 60pp; Japanese. 
XX 

CC The present invention relates to a Selenocysteine insertion sequence 

CC which enforces the reading of a TGA codon as selenocysteine in a 

CC translated region upstream of it. The novel selenocysteine insertion 

CC sequence (SECIS) is of human thioredoxin reductase (TxR) origin. The 

CC invention also includes an expression vector for selenoproteins 

CC containing the new SECIS , a host cell transformed by the vector, 

CC selenoproteins produced by the host cells, and a method for screening for 

CC potential inhibitors of selenoprotein expression. The sequence is useful 

CC for the effective expression of selenoproteins and the development of 

CC drugs for treating disorders with which selenoproteins are associated. 

CC The present sequence represents a human amino acid sequence encoded by a 

CC SECIS containing nucleotide sequence. 

XX 

SQ Sequence 521 AA; 



Query Match 99.9%; Score 2742; DB 21; Length 521; 

Best Local Similarity 100.0%; Pred. No. 7.4e-254; 

Matches 521; Conservative 0; Mismatches 0; Indels 0; Gaps 



0; 



Qy 1 MAVALRGLGGRFRWRTQAVAGGVRGAARGAAAGQRDYDLLWGGGSGGLACAKEAAQLGR 60 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
Db 1 MAVALRGLGGRFRWRTQAVAGGVRGAARGAAAGQRDYDLLWGGGSGGLACAKEAAQLGR 60 

Qy 61 KVAWD YVEPS PQGTRWGLGGTC VNVGC I PKKLMHQAALLGGL I QDAPNYGWE VAQP VPH 12 0 

IIIM; II! I ! II! I M II III M IN MIMIIhll 

Db 61 KVAWD YVEPS PQGTRWGLGGTC VNVGC I PKKLMHQAALLGGL I QDAPNYGWEVAQPVPH 12 0 

Qy 121 DWRKMAEAVQNHVKSLNWGHRVQLQDRKVKYFN I KAS F VDEHTVCGVAKGGKE I LLS ADH 180 

IIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIII 
Db 121 DWRKMAEAVQNHVKSLNWGHRVQLQDRKVKYFN1 KAS FVDEHTVCGVAKGGKE I LLS ADH 18 0 

Qy 181 IIIATGGRPRYPTHIEGALEYGITSDDIFWLKESPGKTLWGASYVALECAGFLTGIGLD 240 

IIIIIMIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIII 
Db 181 IIIATGGRPRYPTHIEGALEYGITSDDIFWLKESPGKTLWGASYVALECAGFLTGIGLD 240 

Qy 241 TTIMMRSIPLRGFDQQMSSMVIEHMASHGTRFLRGCAPSRVRRLPDGQLQVTWEDSTTGK 300 

IMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIII 
Db 241 TTIMMRSIPLRGFDQQMSSMVIEHMASHGTRFLRGCAPSRVRRLPDGQLQVTWEDSTTGK 300 

Qy 3 01 EDTGTFDTVLWAIGRVPDTRSLNLEKAGVDTSPDTQKILVDSREATSVPHIYAIGDWEG 3 60 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIMIIIII 
Db 3 01 EDTGTFDTVLWAIGRVPDTRSLNLEKAGVDTSPDTQKILVDSREATSVPHIYAIGDWEG 3 60 

Qy 3 61 RPELTPTAIMAGRLLVQRLFGGSSDLMDYDNVPTTVFTPLEYGCVGLSEEEAVARHGQEH 42 0 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIII1 
Db 3 61 RPELTPTAIMAGRLLVQRLFGGSSDLMDYDNVPTTVFTPLEYGCVGLSEEEAVARHGQEH 42 0 

Qy 421 VEVYHAHYKPLEFTVAGRDASQCYVKMVCLREPPQLVLGLHFLGPNAGEVTQGFALGIKC 4 80 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIMIIIIIIIIIIIIII 
Db 421 VEVYHAHYKPLEFTVAGRDASQCYVKMVCLREPPQLVLGLHFLGPNAGEVTQGFALGIKC 4 80 

Qy 4 81 GASYAQWRTVGIHPTCSEEWKLRISKRSGLDPTVTGCXG 521 

IMIIIII I IMllllllllll IIIIIIIM 
Db 481 GAS YAQVMRTVG IHPTCS EE WKLRI S KRSGLD PTVTGCXG 521 



RESULT 2 
AAB03751 

ID AAB03751 standard; Protein; 521 AA. 
XX 

AC AAB03751; 
XX 

DT 04-OCT-2000 (first entry) 
XX 

DE Human thioredoxin reductase (TxR) amino acid sequence. 
XX 

KW Thioredoxin reductase; TxR; human; inflammation; cancer; apoptosis; 

KW X-linked inhibitor of apoptosis protein binding protein; XIAP; 

KW viral infection; chromosome 22qll.2. 
XX 

OS Homo sapiens . 
XX 



FH Key Location/Qualifiers 

FT Misc-dif f erence 521 

FT /note= " Selenocysteine" 
XX 

PN WO200026382-A1. 
XX 

PD ll-MAY-2000. 
XX 

PF 28-OCT-1999; 99WO-JP05983 . 
XX 

PR 30-OCT-1998; 98JP-0310422 . 
XX 

PA (MEDI-) MEDICAL & BIOLOGICAL LAB CO LTD. 
XX 

PI Toji S, Yano M, Tamai K; 
XX 

DR WPI; 2000-365627/31. 

DR N-PSDB; AAA53429. 
XX 

PT Thioredoxin reductase II (an X-linked inhibitor for apoptosis protein 

PT (XIAP) -binding protein) , with thioredoxin reductase activity, useful 

PT e.g. for treating apoptosis -related disorders, cancer and inflammation 
PT 
XX 

PS Claim 1; Page 53-56; 139pp; Japanese. 
XX 

CC This sequence represents a human thioredoxin reductase (TxR) protein 

CC sequence. The invention relates to two TxR proteins, which have XIAP 

CC (X-linked inhibitor of apoptosis protein) -binding protein activity. The 

CC human TxR gene is located on chromosome 22qll.2. The invention includes 

CC antibodies which bind to the proteins, a vector containing the TxR 

CC encoding nucleotide sequences, and methods for producing transf ormants 

CC using the vector. Thioredoxin reductase has cytostatic and 

CC anti- inflammatory activity, and is used in the treatment of diseases 

CC relating to apoptosis particularly due to cancer of viral infection. TxR 

CC can also be used to treat inflammation and in the screening of 

CC anti -cancer agents. 

XX 

SQ Sequence 521 AA; 



Query Match 99.9%; Score 2742; DB 21; Length 521; 

Best Local Similarity 100.0%; Pred. No. 7.4e-254; 

Matches 521; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 1 MAVALRGLGGRFRWRTQAVAGGVRGAARGAAAGQRDYDLLWGGGSGGLACAKEAAQLGR 6 0 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
Db 1 MAVALRGLGGRFRWRTQAVAGGVRGAARGAAAGQRDYDLLWGGGSGGLACAKEAAQLGR 6 0 

Qy 61 KVAVVDYVEPSPQGTRWGLGGTCVNVGCIPKKLMHQAALLGGLIQDAPNYGWEVAQPVPH 12 0 

IIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIM 

Db 61 KVAVVD YVE PS PQGTRWGLGGTC VNVGC I PKKLMHQAALLGGL I QDAPNYGWE VAQPVPH 12 0 



Qy 121 DWRKMAEAVQNHVKS LNWGHRVQLQDRKVKYFN I KAS FVDEHTVCGVAKGGKE ILLS ADH 180 

IIIIIIIIIMIIIIIMIMIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIMI 

Db 121 DWRKMAEAVQNHVKS LNWGHRVQLQDRKVKYFN I KAS FVDEHTVCGVAKGGKE ILLS ADH 180 

Qy 181 1 1 1 ATGGRPRYPTH I EGALE YG ITSDD I FWLKES PGKTL WGAS YVALECAGFLTGIGLD 240 



IIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIMIIIIIIIIIIIIIIIII 

Db 181 IIIATGGRPRYPTHIEGALEYGITSDDIFWLKESPGKTLWGASYVALECAGFLTGIGLD 240 

Qy 241 TTIMMRSIPLRGFDQQMSSMVIEHMASHGTRFLRGCAPSRVRRLPDGQIiQVTWEDSTTGK 3 00 

IIIMIIIIIIMIMMIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Db 241 TTIMMRSIPLRGFDQQMSSMVIEHMASHGTRFLRGCAPSRVRRLPDGQLQVTWEDSTTGK 300 

Qy 301 EDTGTFDTVLWAIGRVPDTRSLNLEKAGVDTSPDTQKILVDSREATSVPHIYAIGDWEG 360 

IMIMIMIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIMIMMIIIIIIII 

Db 3 01 EDTGTFDTVLWAIGRVPDTRSLNLEKAGVDTSPDTQKILVDSREATSVPHIYAIGDWEG 3 60 

Qy 361 RPELTPTAIMAGRLLVQRLFGGSSDLMDYDNVPTTVFTPLEYGCVGLSEEEAVARHGQEH 42 0 

IMIIIIIIIIIIIIIIIIIMIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIil 

Db 3 61 RPELTPTAIMAGRLLVQRLFGGSSDLMDYDNVPTTVFTPLEYGCVGLSEEEAVARHGQEH 420 

Qy 421 VEVYHAHYKPLEFTVAGRDASQCYVKMVCLREPPQLVLGLHFLGPNAGEVTQGFALGIKC 4 80 

IIIIIIIMIIIIIMIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIII 

Db 421 VEVYHAHYKPLEFTVAGRDASQCYVKMVCLREPPQLVLGLHFLGPNAGEVTQGFALGIKC 4 80 

Qy 481 GASYAQVMRTVGIHPTCSEEWKLRISKRSGLDPTVTGCXG 521 

IIIIIIIIIIMIIIIIMMIIIIIIIIIIIIIIIIIMI 

Db 4 81 GASYAQVMRTVGIHPTCSEEWKLRISKRSGLDPTVTGCXG 521 



RESULT 3 
ABP60944 

ID ABP60944 standard; Protein; 521 AA. 
XX 

AC ABP60944; 
XX 

DT 06-SEP-2002 (first entry) 
XX 

DE Homo sapiens thioredoxin reductase SEQ ID NO: 293. 
XX 

KW Multimeric protein; redox protein; thioredoxin; thioredoxin reductase; 

KW oil body; ophthalmological ; antidiabetic; cytostatic; antipsoriatic ; 

KW vasotropic; vulnerary; antibacterial; immunosuppressive; antiulcer; 

KW food product; milk; wheat; oxidative stress; cataract; diabetes; 

KW chronic obstructive pulmonary disease; envenomation; psoriasis; sepsis; 

KW bronchiopulmonary disease; malignancy; reperfusion injury; wound healing; 

KW gastro intestinal bleeding; intestinal bowel disease; ulcer; 

KW gastro oesophageal reflux disease. 

XX 

OS Homo sapiens. 
XX 

PN WO200250289-A1. 
XX 

PD 27-JUN-2002. 
XX 

PF 19-DEC-2001; 2001WO-US50240 . 
XX 

PR 19-DEC-2000; 2000US-0742900 . 

PR 05-JUL-2001; 2001US-302 885P . 

PR 04-DEC-2001; 2001US-0006038 . 
XX 

PA (SEMB-) SEMBIOSYS GENETICS INC. 

PA (SYGN ) SYNGENTA PARTICIPATIONS AG. 



PI Van Rooijen G, Deckers H, Heifetz PB, Briggs SP, Dalmia BK; 

PI Del Val G, Zaplachinski S, Moloney M; 

XX 

DR WPI; 2002-508806/54. 
XX 

PT Producing oil body associated with recombinant multimeric protein 

PT complex e.g. redox proteins and immunoglobulins comprises producing 

PT recombinant polypeptides capable of forming the complex in cells 

PT comprising oil bodies - 
XX 

PS Claim 82; Page 337-338; 362pp; English. 
XX 

CC The present invention describes a method (Ml) for producing an oil body 

CC associated with a recombinant multimeric protein complex (MPC) . Ml 

CC comprises producing in a cell comprising oil bodies a first and second 

CC recombinant polypeptide (PI, P2) , where PI is capable of associating 

CC with P2 to form the MPC and associating the complex with an occlusion 

CC body (OB) through an OB -target ing-protein capable of associating with OB 

CC and PI. Ml is useful for producing an oil body associated with a 

CC recombinant MPC. The oil bodies are further formulated for use in the 

CC preparation of a food product such as milk or wheat based food product, 

CC personal care product which reduces the oxidative stress on the surface 

CC area of the human body or used to lighten the skin, or a pharmaceutical 

CC composition used to treat chronic obstructive pulmonary disease (COPD) , 

CC cataracts, diabetes, envenomat ion, bronchiopulmonary disease, psoriasis, 

CC malignancies, reperfusion injury, wound healing, sepsis, gastro 

CC intestinal (GI) bleeding, intestinal bowel disease ( IBD) , ulcers, GERD 

CC (gastro oesophageal reflux disease) . ABN89569 to ABN89593 and ABP60677 

CC to ABP60964 represent sequence given in the exemplification of the 

CC present invention. 

XX 

SQ Sequence 521 AA; 

Query Match 99.7%; Score 2736; DB 23; Length 521; 

Best Local Similarity 99.8%; Pred. No. 2.8e-253; 

Matches 52 0; Conservative 0; Mismatches 1; Indels 0; Gaps 0 
Qy 1 MAVALRGLGGRFRWRTQAVAGGVRGAARGAAAGQRDYDLLWGGGSGGLACAKEAAQLGR 60 

i 1 1 1 1 1 1 1 1 ; i i ! 1 1 1 1 1 1 1 , ; i ; 1 1 - 1 1 1 1 1 

Db 1 MAVALRGLGGRFRWRTQAVAGGVRGAARGAAAGQRDYDLLWGGGSGGLACAKEAAQLGR 60 

Qy 61 KVAVVDYVEPSPQGTRWGLGGTCVNVGCIPKKLMHQAALLGGLIQDAPNYGWEVAQPVPH 120 

IIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIMMIIII 
Db 61 KVAVVD YVEPS PQGTRWGLGGTC VNVGC I PKKLMHQAALLGGL I QDAPNYGWEVAQP VPH 12 0 

Qy 121 DWRKMAEAVQNHVKSLNWGHRVQLQDRKVKYFNIKASFVDEHTVCGVAKGGKEILLSADH 18 0 

I i 1 1 1 1 ' 1 1 1 1 1 1 1 1 1 - 1 1 1 1 : 1 1 1 1 1 : ^ 1 1 1 1 i : ' 1 1 1 1 1 1 1 1 1 ' 1 1 1 1 1 1 1 1 1 

Db 121 DWRKMAE AVQNHVKSLNWGHRVQLQDRKVKYFN I KAS FVDEHTVCG VAKGGKE I LLS ADH 18 0 

Qy 181 I I IATGGRPRYPTHIEGALEYGITSDDIFWLKESPGKTLWGASYVALECAGFLTGIGLD 240 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 

Db 181 I IIATGGRPRYPTHIEGALEYGITSDDIFWLKESPGKTLWGASYVALECAGFLTGIGLD 240 

Qy 241 TTIMMRSIPLRGFDQQMSSMVIEHMASHGTRFLRGCAPSRVRRLPDGQLQVTWEDSTTGK 3 00 

IIIIIIIIMMIIMMIIIIMIIIIIMIIMIIIIIIMIIIIIIMIIIIIIIII 

Db 241 TTIMMRS I PLRGFDQQMSSMVIEHMASHGTRFLRGCAPSRVRRLPDGQLQVTWEDSTTGK 300 



Qy 3 01 EDTGTFDTVLWAIGRVPDTRSLNLEKAGVDTSPDTQKILVDSREATSVPHIYAIGDWEG 3 60 

MIIIIIIMIIIIIIIIIIIIIIIIMIIIIMIIMIIIMIIIMIIIMIIIIMI 

Db 3 01 EDTGTFDTVLWAIGRVPDTRSLNLEKAGVDTSPDTQKILVDSREATSVPHIYAIGDWEG 360 

Qy 361 RPELTPTAIMAGRLLVQRLFGGSSDLMDYDNVPTTVFTPLEYGCVGLSEEEAVARHGQEH 420 

HI II I I I , I J I I I ' I I I I I I II : I II M I I I III I I I I ' I II I M I I I I I 
Db 361 RPELTPIAIMAGRLLVQRLFGGSSDLMDYDNVPTTVFTPLEYGCVGLSEEEAVARHGQEH 42 0 

Qy 421 VEVYHAHYKPLEFTVAGRDASQCYVKMVCLREPPQLVLGLHFLGPNAGEVTQGFALGIKC 480 

IIIIIIIIIIIIIIIIIIIIIMMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMII 

Db 421 VEVYHAHYKPLEFTVAGRDASQCYVKMVCLREPPQLVLGLHFLGPNAGEVTQGFALGIKC 48 0 

Qy 481 GASYAQVMRTVGIHPTCSEEWKLRISKRSGLDPTVTGCXG 521 

MIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIII 
Db 481 GASYAQVMRTVGIHPTCSEEWKLRISKRSGLDPTVTGCXG 521 



RESULT 4 
ABP60946 

ID ABP60946 standard; Protein; 524 AA. 
XX 

AC ABP60946; 
XX 

DT 06-SEP-2002 (first entry) 
XX 

DE Homo sapiens thioredoxin reductase SEQ ID NO: 295. 
XX 

KW Multimeric protein; redox protein; thioredoxin; thioredoxin reductase; 

KW oil body; ophthalmological ; antidiabetic; cytostatic; antipsoriatic ; 

KW vasotropic; vulnerary; antibacterial; immunosuppressive; antiulcer; 

KW food product; milk; wheat; oxidative stress; cataract; diabetes; 

KW chronic obstructive pulmonary disease; envenomation; psoriasis; sepsis; 

KW bronchiopulmonary disease; malignancy; reperfusion injury; wound healing; 

KW gastro intestinal bleeding; intestinal bowel disease; ulcer; 

KW gastro oesophageal reflux disease. 

xx 

OS Homo sapiens. 
XX 

PN WO200250289-A1. 
XX 

PD 27- JUN-2002 . 
XX 

PF 19-DEC-2001; 2 001WO-US5 024 0 . 
XX 

PR 19-DEC-2000; 2 00 0US - 0742 900 . 

PR 05-JUL-2001; 2 00 1US - 3 02 8 85P . 

PR 04-DEC-2001; 2 00 1US - 00 06 03 8 . 
XX 

PA (SEMB-) SEMBIOSYS GENETICS INC. 

PA (SYGN ) SYNGENTA PARTICIPATIONS AG. 

XX 

PI Van Rooijen G , Deckers H, Heifetz PB, Briggs SP, Dalmia BK; 

PI Del Val g, Zaplachinski S, Moloney M; 

XX 

DR WPI; 2002-508806/54. 
XX 



PT Producing oil body associated with recombinant multimeric protein 

PT complex e.g. redox proteins and immunoglobulins comprises producing 

PT recombinant polypeptides capable of forming the complex in cells 

PT comprising oil bodies - 
XX 

PS Claim 82; Page 340-341/ 362pp; English. 
XX 

CC The present invention describes a method (Ml) for producing an oil body 

CC associated with a recombinant multimeric protein complex (MPC) . Ml 

CC comprises producing in a cell comprising oil bodies a first and second 

CC recombinant polypeptide (PI, P2) , where PI is capable of associating 

CC with P2 to form the MPC and associating the complex with an occlusion 

CC body (OB) through an OB- targeting-protein capable of associating with OB 

CC and PI. Ml is useful for producing an oil body associated with a 

CC recombinant MPC. The oil bodies are further formulated for use in the 

CC preparation of a food product such as milk or wheat based food product , 

CC personal care product which reduces the oxidative stress on the surface 

CC area of the human body or used to lighten the skin, or a pharmaceutical 

CC composition used to treat chronic obstructive pulmonary disease (COPD) , 

CC cataracts, diabetes, envenomation, bronchopulmonary disease, psoriasis, 

CC malignancies, reperfusion injury, wound healing, sepsis, gastro 

CC intestinal (GI) bleeding, intestinal bowel disease (IBD) , ulcers, GERD 

CC (gastro oesophageal reflux disease) . ABN89569 to ABN89593 and ABP60677 

CC to ABP60964 represent sequence given in the exemplification of the 

CC present invention. 

XX 

SQ Sequence 524 AA; 

Query Match 99.7%; Score 2736; DB 23; Length 524; 

Best Local Similarity 99.8%; Pred. No. 2.8e-253; 

Matches 520; Conservative 0; Mismatches 1; Indels 0; Gaps 0; 
Qy 1 MAVALRGLGGRFRWRTQAVAGGWGAARGAAAGQRDYDLLVVGGGSGGLACAKEAAQLGR 60 

IMIIIllillllllllllllllllllMIIIIIIMIIIIIIIIIIIIIIMIIIIIII 

Db 4 MAVALRGLGGRFRWRTQAVAGGVRGAARGAAAGQRDYDLLWGGGSGGLACAKEAAQLGR 63 

Qy 61 KVAVVDYVEPSPQGTRWGLGGTCVNVGCIPKKLMHQAALLGGLIQDAPNYGWEVAQPVPH 12 0 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIlllllllllllllllllll 
Db 64 KVAWD YVE P S PQGTRWGLGGTC VNVGC I PKKLMHQAALLGGL I QDAPN YGWE VAQ P VPH 12 3 

Qy 121 DWRKMAE AVQNH VKS LN WGHRVQLQDRKVKYFN I KAS F VDEHT VCG VAKGGKE I LL S ADH 18 0 

IM.II llirillll Mill- III IIIIIIIIIIIIM IIIIIMII: IN 

Db 124 DWRKMAE AVQNHVKSLNWGHRVQLQDRKVKYFN I KAS FVDEHTVCG VAKGGKE I LLS ADH 183 

Qy 181 IIIATGGRPRYPTHIEGALEYGITSDDIFWLKESPGKTLWGASYVALECAGFLTGIGLD 240 

IIIIIIIIMIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIII 

Db 184 IIIATGGRPRYPTHIEGALEYGITSDDIFWLKESPGKTLWGASYVALECAGFLTGIGLD 243 

Qy 241 TTIMMRSIPLRGFDQQMSSMVIEHMASHGTRFLRGCAPSRVRRLPDGQLQVTWEDSTTGK 300 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIII 

Db 244 TTIMMRS I PLRGFDQQMSSMVI EHMASHGTRFLRGCAPSRVRRLPDGQLQVTWEDSTTGK 3 03 

Qy 3 01 EDTGTFDTVLWAIGRVPDTRSLNLEKAGVXJTSPDTQKILVDSREATSVPHIYAIGDVVEG 3 60 

IMIIIIIIIIIIIIIIIMIMIIIIIIIIIIIIMMIIIIIIIIIIMIIIIIIIII 

Db 304 EDTGTFDTVLWAIGRVPDTRSLNLEKAGVDTSPDTQKILVDSREATSVPHIYAIGDWEG 363 



Qy 



3 61 RPELTPTAIMAGRLLVQRLFGGSSDLMDYDNVPTTVFTPLEYGCVGLSEEEAVARHGQEH 42 0 
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Searched : 
Word size : 
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RESULT 1 
AAB03787 

ID AAB03787 standard; Protein; 521 AA. 
XX 

AC AAB03787; 
XX 

DT 13-OCT-2000 (first entry) 
XX 

DE Human SECIS encoded protein sequence. 
XX 

KW Selenocysteine insertion sequence; SECIS; thioredoxin reductase; 

KW drug development; selenoprotein expression. 

XX 

OS Homo sapiens . 
XX 

FH Key Location/Qualif iers 

FT Modif ied-site 520 

FT /label= Selenocysteine 

FT /note= "encoded by TGA" 

XX 

PN WO200026358-A1 . 
XX 

PD ll-MAY-2000. 
XX 

PF 28-OCT-1999; 99WO- JP05984 . 
XX 

PR 30-OCT-1998; 98 JP - 03 10422 . 
PR 16-NOV-1998; 98JP-0325344 . 
XX 

PA (MEDI-) MEDICAL & BIOLOGICAL LAB CO LTD. 
XX 

PI Toji S, Yano M, Tamai K; 
XX 

DR WPI; 2000-376129/32. 
DR N-PSDB; AAA59835. 
XX 

PT Novel selenocysteine insertion sequence which enforces reading of TGA 
PT as selenocysteine in a translated region upstream of it, for expression 
PT of selenoproteins - 
XX 

PS Disclosure; Page 38-42; 60pp; Japanese. 
XX 

CC The present invention relates to a Selenocysteine insertion sequence 

CC which enforces the reading of a TGA codon as selenocysteine in a 

CC translated region upstream of it. The novel selenocysteine insertion 

CC sequence (SECIS) is of human thioredoxin reductase (TxR) origin. The 

CC invention also includes an expression vector for selenoproteins 

CC containing the new SECIS, a host cell transformed by the vector, 

CC selenoproteins produced by the host cells, and a method for screening for 

CC potential inhibitors of selenoprotein expression. The sequence is useful 

CC for the effective expression of selenoproteins and the development of 

CC drugs for treating disorders with which selenoproteins are associated. 

CC The present sequence represents a human amino acid sequence encoded by a 

CC SECIS containing nucleotide sequence. 

XX 

SQ Sequence 521 AA; 



Query Match 99.8%; Score 520; DB 21; Length 521; 

Best Local Similarity 100.0%; Pred. No. 0; 

Matches 521; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 1 MAVALRGLGGRFRWRTQAVAGGVRGAARGAAAGQRDYDLLWGGGSGGLACAKEAAQLGR 60 

IIIIIMIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIII 
Db 1 MAVALRGLGGRFRWRTQAVAGGVRGAARGAAAGQRDYDLLWGGGSGGLACAKEAAQLGR 60 

Qy 61 KVAV^DYVEPSPQGTRWGLGGTCVNVGCIPKKLMHQAALLGGLIQDAPNYGWEVAQPVPH 120 

MIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 
Db 61 KVAWDYVEPSPQGTRWGLGGTCVNVGCIPKKLMHQAALLGGLIQDAPNYGWEVAQPVPH 120 

Qy 121 DWRKMAEAVQNHVKSLNWGHRVQLQDRKVKYFN I KAS FVDEHTVCGVAKGGKE I LLS ADH 18 0 

IIIIIIIIIIIIIIIMIIIIIIIMIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIM 

Db 121 DWRKMAEAVQNHVKSLNWGHRVQLQDRKVKYFNIKASFVDEHTVCGVAKGGKEILLSADH 18 0 

Qy 181 1 1 1 ATGGRPRYPTH I EGALE YG I TSDD I FWLKES PGKTLWGAS YVALECAGFLTG I GLD 240 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIMIIIIIIIIII 
Db 181 IIIATGGRPRYPTHIEGALEYGITSDDIFWLKESPGKTLWGASYVALECAGFLTGIGLD 240 

Qy 241 TTIMMRSIPLRGFDQQMSSMVIEHMASHGTRFLRGCAPSRVRRLPDGQLQVTWEDSTTGK 300 

IIIIIMIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIII 

Db 241 TTIMMRSIPLRGFDQQMSSMVIEHMASHGTRFLRGCAPSRVRRLPDGQLQVTWEDSTTGK 3 00 

Qy 301 EDTGTFDTVLWAIGRVPDTRSLNLEKAGVDTSPDTQKILVDSREATSVPHIYAIGDVVEG 3 60 

IIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIMI 
Db 3 01 EDTGTFDTVLWAIGRVPDTRSLNLEKAGVDTSPDTQKILVDSREATSVPHIYAIGDWEG 360 

Qy 3 61 RPELTPTAIMAGRLLVQRLFGGSSDLMDYDNVPTTVFTPLEYGCVGLSEEEAVARHGQEH 42 0 

IIIIIIIIIIIIIIIMIIIIIIIMIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIII 
Db 3 61 RPELTPTAIMAGRLLVQRLFGGSSDLMDYDNVPTTVFTPLEYGCVGLSEEEAVARHGQEH 42 0 

Qy 421 VE VYHAH YKPLE FTVAGRD AS QC YVKMVCLRE P PQLVLGLHFLGPNAGE VTQGFALG I KC 48 0 

1 1 1 1 . 1 1 I 1 1 1 : i ! I : l 1 i l ; 1 1 ' l l ! 1 1 1 1 1 [ l : : 1 1 1 1 1 1 1 

Db 421 VEVYHAHYKPLE FTVAGRDAS QCYVKMVCLRE PPQL VLGLHFLGPN AGE VTQGFALG I KC 48 0 

Qy 481 GASYAQVMRTVGIHPTCSEEWKLRISKRSGLDPTVTGCXG 521 

I ! h 1 1 1 I IH M 1 1 1 1 1 1 1 1 III I M I 1 1 I i 

Db 481 GAS YAQ VMRTVG I H PTCS EE WKLR I S KRS GLD PT VTGCXG 521 



RESULT 2 
AAB03751 

ID AAB03751 standard; Protein; 521 AA. 
XX 

AC AAB03751; 
XX 

DT 04-OCT-2000 (first entry) 
XX 

DE Human thioredoxin reductase (TxR) amino acid sequence. 
XX 

KW Thioredoxin reductase; TxR; human; inflammation; cancer; apoptosis; 

KW X-linked inhibitor of apoptosis protein binding protein; XIAP; 

KW viral infection; chromosome 22qll.2. 
XX 

OS Homo sapiens. 
XX 



FH Key Location/Qualifiers 

FT Misc-dif f erence 521 

FT /note= "Selenocysteine " 

XX 

PN WO200O26382-A1 . 
XX 

PD ll-MAY-2000. 
XX 

PF 28-OCT-1999; 99WO- JP05983 . 
XX 

PR 30-OCT-1998; 98JP-0310422 . 
XX 

PA (MEDI-) MEDICAL & BIOLOGICAL LAB CO LTD. 
XX 

PI Toji S, Yano M, Tamai K; 
XX 

DR WPI; 2000-365627/31. 

DR N-PSDB; AAA53429. 
XX 

PT Thioredoxin reductase II (an X-linked inhibitor for apoptosis protein 

PT (XIAP) -binding protein) , with thioredoxin reductase activity, useful 

PT e.g. for treating apoptosis -related disorders, cancer and inflammation 
PT 
XX 

PS Claim 1; Page 53-56; 139pp; Japanese. 
XX 

CC This sequence represents a human thioredoxin reductase (TxR) protein 

CC sequence. The invention relates to two TxR proteins, which have XIAP 

CC (X-linked inhibitor of apoptosis protein) -binding protein activity. The 

CC human TxR gene is located on chromosome 22qll.2. The invention includes 

CC antibodies which bind to the proteins, a vector containing the TxR 

CC encoding nucleotide sequences, and methods for producing transf ormants 

CC using the vector. Thioredoxin reductase has cytostatic and 

CC anti -inflammatory activity, and is used in the treatment of diseases 

CC relating to apoptosis particularly due to cancer of viral infection. TxR 

CC can also be used to treat inflammation and in the screening of 

CC anti -cancer agents. 

XX 

SQ Sequence 521 AA; 

Query Match 99.8%; Score 520; DB 21; Length 521; 

Best Local Similarity 100.0%; Pred. No. 0; 

Matches 521; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 1 MAVALRGLGGRFRWRTQAVAGGVRGAARGAAAGQRDYDLLWGGGSGGLACAKEAAQLGR 60 

IMIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIII 

Db 1 MAVALRGLGGRFRWRTQAVAGGVRGAARGAAAGQRDYDLLWGGGSGGLACAKEAAQLGR 60 

Qy 61 KVAVVD YVEPS PQGTRWGLGGTC VNVGC I PKKLMHQAALLGGL I QDAPNYGWEVAQPVPH 12 0 

IIIIIIIMIIIIMIIIIIIIIIIIIIIIIIMIIIIIIMIIIIIIIMIIIIMIII 

Db 61 KVAVVD YVE P S PQGTRWGLGGTCVNVGC I PKKLMHQAALLGGL I QDAPNYGWEVAQPVPH 12 0 

QY 121 DWRKMAE AVQNHVKS LNWGHRVQLQDRKVKYFN I KAS FVDEHTVCGVAKGGKE I LLSADH 180 

IIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Db 121 DWRKMAE AVQNHVKS LNWGHRVQLQDRKVKYFN I KAS FVDEHTVCGVAKGGKE I LL S ADH 180 



Qy 



181 IIIATGGRPRYPTHIEGALEYGITSDDIFWLKESPGKTLWGASYVALECAGFLTGIGLD 240 



I I : ! I . : I , I ' I I I I I I I I I I ' ' I I ' I I I I I I ; I I I , ! ' I I I I I I ; I ! I 

Db 181 IIIATGGRPRYPTHIEGALEYGITSDDIFWLKESPGKTLWGASYVALECAGFLTGIGLD 240 

Qy 241 TTIMMRSIPLRGFDQQMSSMVIEHMASHGTRFLRGCAPSRVRRLPDGQLQVTWEDSTTGK 300 

IIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIII 

Db 241 TTIMMRSIPLRGFDQQMSSMVIEHMASHGTRFLRGCAPSRVRRLPDGQLQVTWEDSTTGK 300 

Qy 3 01 EDTGTFDTVLWAIGRVPDTRS LNLEKAGVDTS PDTQKI L VDSREATS VPHI YAI GD WEG 3 60 

IM MM M I Mill MM IMM MIIMMH MIMIMIMM 

Db 301 EDTGTFDTVLWAIGRVPDTRSLNLEKAGVDTSPDTQKILVDSREATS VPHI YAIGD WEG 360 

Qy 3 61 RPELTPTAIMAGRLLVQRLFGGSSDLMDYDNVPTTVFTPLEYGCVGLSEEEAVARHGQEH 42 0 

MIMM IMIIIIMMI MMMIMI MIMMIMM IMMIIMI I 

Db 3 61 RPELTPTAIMAGRLLVQRLFGGSSDLMDYDNVPTTVFTPLEYGCVGLSEEEAVARHGQEH 42 0 

Qy 421 VEVYHAHYKPLEFTVAGRDASQCYVKMVCLREPPQLVLGLHFLGPNAGEVTQGFALGIKC 4 80 

MMMMMIMMMM III JMMM ;MIM MMMMMiniM | 

Db 421 VEVYHAHYKPLEFTVAGRDASQCYVKMVCLREPPQLVLGLHFLGPNAGEVTQGFALGIKC 48 0 

Qy 481 GASYAQVMRTVGIHPTCSEEWKLRISKRSGLDPTVTGCXG 521 

IIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 
Db 4 81 GAS YAQ VMRT VG I HPTC S EE WKLR I S KR S GLD PT VTGCXG 521 



RESULT 3 
AAB03788 

ID AAB03788 standard; Protein; 494 AA. 
XX 

AC AAB03788; 
XX 

DT 13-OCT-2000 (first entry) 
XX 

DE Human SECIS encoded protein sequence. 
XX 

KW Selenocysteine insertion sequence; SECIS; thioredoxin reductase; 

KW drug development; selenoprotein expression. 

XX 

OS Homo sapiens . 
XX 

FH Key Location/Qualifiers 
FT Modif ied-site 593 

FT /label= Selenocysteine 

FT /note= "encoded by TGA" 

XX 

PN WO200026358-A1 . 
XX 

PD ll-MAY-2000. 
XX 

PF 28-OCT-1999; 99WO- JP05984 . 
XX 

PR 30-OCT-1998; 98 JP- 03 1042 2 . 
PR 16-NOV-1998; 98 JP- 032 5344 . 
XX 

PA (MEDI-) MEDICAL & BIOLOGICAL LAB CO LTD. 
XX 

PI Toji S, Yano M, Tamai K; 
XX 



DR WPI; 2000-376129/32. 

DR N-PSDB; AAA59836. 
XX 

PT Novel selenocysteine insertion sequence which enforces reading of TGA 

PT as selenocysteine in a translated region upstream of it, for expression 

PT of selenoproteins - 
XX 

PS Disclosure; Page 48-52; 60pp; Japanese. 
XX 

CC The present invention relates to a Selenocysteine insertion sequence 

CC which enforces the reading of a TGA codon as selenocysteine in a 

CC translated region upstream of it. The novel selenocysteine insertion 

CC sequence (SECIS) is of human thioredoxin reductase (TxR) origin. The 

CC invention also includes an expression vector for selenoproteins 

CC containing the new SECIS , a host cell transformed by the vector, 

CC selenoproteins produced by the host cells, and a method for screening for 

CC potential inhibitors of selenoprotein expression. The sequence is useful 

CC for the effective expression of selenoproteins and the development of 

CC drugs for treating disorders with which selenoproteins are associated. 

CC The present sequence represents a human amino acid sequence encoded by a 

CC SECIS containing nucleotide sequence. 

XX 

SQ Sequence 494 AA; 

Query Match 93.9%; Score 48 9; DB 21; Length 4 94; 

Best Local Similarity 100.0%; Pred. No. 0; 

Matches 490; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 32 AGQRDYDLLWGGGSGGLACAKEAAQLGRKVAVVDYVEPSPQGTRWGLGGTCVNVGCIPK 91 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIMIMIMI 

Db 5 AGQRDYDLLWGGGSGGLACAKEAAQLGRKVAWDYVEPSPQGTRWGLGGTCVNVGCIPK 64 

Qy 92 KLMHQAALLGGLIQDAPNYGWEVAQPVPHDWRKMAEAVQNHVKSLNWGHRVQLQDRKVKY 151 

MIIIIIIIIIIIIIIIIMIIIIIIIMMIIMIIIIIIIIIIIIMMIIIIIIIII 

Db 65 KLMHQAALLGGLIQDAPNYGWEVAQPVPHDWRKMAEAVQNHVKSLNWGHRVQLQDRKVKY 124 

Qy 152 FN I KAS FVDEHTVCGVAKGGKE I LLS ADHI 1 1 ATGGRPRYPTH IEGALE YGI TSDD I FWL 211 

IIIIIMIIIIIIIIIIIIIIIMIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 
Db 125 FNI KAS FVDEHTVCGVAKGGKE I LLS ADHI 1 1 ATGGRPRYPTHIEGALE YGI TSDD I FWL 184 

Qy 212 KESPGKTLWGASYVALECAGFLTGIGLDTTIMMRSIPLRGFDQQMSSMVIEHMASHGTR 271 

IIMMIIIIIIIIIIIIIMMIIIIIIIIIMIIIIMIIIIIIIIIIIIIMIMII 

Db 185 KESPGKTLWGASYVALECAGFLTGIGLDTTIMMRSIPLRGFDQQMSSMVIEHMASHGTR 244 

Qy 272 FLRGCAPSRVRRLPDGQLQVTWEDSTTGKEDTGTFDTVLWAIGRVPDTRSLNLEKAGVDT 331 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIMIIMIIII 

Db 245 FLRGCAPSRVRRLPDGQLQVTWEDSTTGKEDTGTFDTVLWAIGRVPDTRSLNLEKAGVDT 3 04 

Qy 332 SPDTQKILVDSREATSVPHIYAIGDWEGRPELTPTAIMAGRLLVQRLFGGSSDLMDYDN 391 

1 1 1 1 I 1 1 1 1! 1 1 II : M i ii: i 1 1 1 ' 1 1 1 M 1 1 1 1 1 hi 1 1 1 1 1 1 1 1 1 1 

Db 3 05 SPDTQKILVDSREATSVPHIYAIGDWEGRPELTPTAIMAGRLLVQRLFGGSSDLMDYDN 3 64 

Qy 3 92 VPTTVFTPLEYGCVGLSEEEAVARHGQEHVEVYHAHYKPLEFTVAGRDASQCYVKMVCLR 4 51 

IIMIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIII 

Db 3 65 VPTTVFTPLEYGCVGLSEEEAVARHGQEHVEVYHAHYKPLEFTVAGRDASQCYVKMVCLR 424 



Qy 



452 EPPQLVLGLHFLGPNAGEVTQGFALGIKCGASYAQVMRTVGIHPTCSEEWKLRISKRSG 511 



MMMIMI II IMIII III llllllllilll IIIIMIIMIMMI 

Db 425 EPPQLVLGLHFLGPNAGEVTQGFALGIKCGASYAQVMRTVGIHPTCSEEWKLRISKRSG 484 

Qy 512 LDPTVTGCXG 521 

MIMII 
Db 4 85 LDPTVTGCXG 494 



